MPFit: Computational Tool for Predicting Moonlighting Proteins.
An increasing number of proteins have been found which are capable of performing two or more distinct functions. These proteins, known as moonlighting proteins, have drawn much attention recently as they may play critical roles in disease pathways and development. However, because moonlighting proteins are often found serendipitously, our understanding of moonlighting proteins is still quite limited. In order to lay the foundation for systematic moonlighting proteins studies, we developed MPFit, a software package for predicting moonlighting proteins from their omics features including protein-protein and gene interaction networks. Here, we describe and demonstrate the algorithm of MPFit, the idea behind it, and provide instruction for using the software.